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Electrostatics analysis of the mutational and pH effects of the N-terminal domain self-association of 07 38
the major ampullate spidroin. Soft Matter, 2016, 12, 5600-5612. :

UnityMol: interactive and ludic visual manipulation of coarse-grained RNA and other biomolecules. ,
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Coarse-Grained HiRE-RNA Model for ab Initio RNA Folding beyond Simple Molecules, Including
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